. GH1 family gene sequences identified from the D. v. virgifera transcriptome (A) and the maximum-likelihood phylogeny of GH1 family proteins (B). In the alignment, the labels for partial sequences are shown in italics. Potential residues for the catalytic nucleophile and the proton are highlighted with magenta and green, respectively (based on Marana et al., 2001 , Biochim Biophys Acta 1545 Scharf et al. 2010, Insect Biochem Mol Biol 40: 611) . In the phylogeny, labels for the coleopteran species belonging to the superfamily Curculionoidea, D. v. virgifera, and other beetle sequences are shown in olive, red, and orange, respectively. Their species abbreviations are found in Table S5 . Arthropod, other metazoan, nematode, fungal, plant, and bacterial sequences are indicated by black, purple, grey, cyan, green, and brown, respectively. The numbers at internal branches show the bootstrap support values (%) for the maximumlikelihood and neighbor-joining phylogenies in this order. Supporting values are shown only when higher than 60%. The scale bar represents the number of amino acid substitutions per site.
